Key indicators: single-crystal X-ray study; T = 100 K; mean (C-C) = 0.001 Å; R factor = 0.030; wR factor = 0.082; data-to-parameter ratio = 25.3.
Related literature
For general background to and the biological activities of pyrazolines, see: Samshuddin et al. (2011) ; Sarojini et al. (2010) . For standard bond-length data, see: Allen et al. (1987) . For the stability of the temperature controller used for the data collection, see: Cosier & Glazer (1986) . For a related structure, see: Fun et al. (2010) .
Experimental
Crystal data C 17 H 15 ClN 2 O 2 M r = 314.76 Orthorhombic, P2 1 2 1 2 1 a = 5.0213 (2) Å b = 15.6834 (5) Å c = 18.6368 (6) Å V = 1467.67 (9) Å 3 Z = 4 Mo K radiation = 0.27 mm À1 T = 100 K 0.43 Â 0.36 Â 0.22 mm
Data collection
Bruker SMART APEXII CCD area-detector diffractometer Absorption correction: multi-scan (SADABS; Bruker, 2009 ) T min = 0.892, T max = 0.944 21739 measured reflections 5194 independent reflections 4925 reflections with I > 2(I) R int = 0.019 Refinement R[F 2 > 2(F 2 )] = 0.030 wR(F 2 ) = 0.082 S = 1.05 5194 reflections 205 parameters H atoms treated by a mixture of independent and constrained refinement Á max = 0.33 e Å À3 Á min = À0.26 e Å À3 Absolute structure: Flack (1983) , 2089 Friedel pairs Flack parameter: 0.28 (4) Table 1 Hydrogen-bond geometry (Å , ). Symmetry codes: (i) Àx þ 3 2 ; Ày þ 2; z þ 1 2 ; (ii) x À 1; y; z; (iii) x À 1 2 ; Ày þ 3 2 ; Àz þ 1.
Data collection: APEX2 (Bruker, 2009 ); cell refinement: SAINT (Bruker, 2009 ); data reduction: SAINT; program(s) used to solve structure: SHELXTL (Sheldrick, 2008) ; program(s) used to refine structure: SHELXTL; molecular graphics: SHELXTL; software used to prepare material for publication: SHELXTL and PLATON (Spek, 2009 ).
1-[5-(4-Chlorophenyl)-3-(4-hydroxyphenyl)-4,5-dihydro-1H-pyrazol-1yl]ethanone
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Comment
Pyrazolines have been reported to exhibit a broad spectrum of biological activities including antibacterial, antifungal, antioxidant and analgesic properties (Samshuddin et al., 2011; Sarojini et al., 2010) . In continuation of our work on synthesis of pyrazoline derivatives (Fun et al., 2010) , the title compound (I) is prepared and its crystal structure is reported.
In the title molecule ( Fig. 1 ), the two benzene rings (C1-C6 and C10-C15) form dihedral angles of 89.56 (5) and 5.87 (5)°, respectively, with the 4,5-dihydro-1H-pyrazole ring (N1/N2/C7-C9). The benzene rings form a dihedral angle of 87.57 (5)°. Bond lengths (Allen et al., 1987) and angles are within normal ranges and are comparable with a related structure (Fun et al., 2010) . The crystal studied was an inversion twin with a domain ratio of 0.28 (4):0.72 (4). In the crystal structure ( Fig. 2 ) molecules are linked via intermolecular O1-H1O1···O2 and C12-H12A···O2 hydrogen bonds (Table 1) into a helical chain along the c axis. Weak C8-H8A···N2 and C8-H8B···O1 are also observed between the chains.
Experimental
A mixture of (2E)-3-(4-chlorophenyl)-1-(4-hydroxyphenyl)prop-2-en-1-one (2.58 g, 0.01 mol) and hydrazine hydrate (0.5 ml, 0.01 mol) in 25 ml acetic acid was refluxed for 6 h. The reaction mixture was cooled and poured into 50 ml ice-cold water. The precipitate was collected by filtration and purified by recrystallization from ethanol. The single crystals were grown from DMF by slow evaporation method and yield of the compound was 80% (m.p. : 530 K).
Refinement
Atom H1O1 was located in a difference Fourier map and refined freely [refined distance O1-H1O1 = 0.88 (2) Å]. The remaining H atoms were positioned geometrically and refined using a riding model, with C-H = 0.95 or 1.00 Å and U iso (H) = 1.2 or 1.5 U eq (C). A rotating group model was applied to the methyl group. The crystal studied was an inversion twin with a 0.28 (4):0.72 (4) domain ratio.
Computing details
Data collection: APEX2 (Bruker, 2009 ); cell refinement: SAINT (Bruker, 2009 ); data reduction: SAINT (Bruker, 2009 ); program(s) used to solve structure: SHELXTL (Sheldrick, 2008) ; program(s) used to refine structure: SHELXTL (Sheldrick, 2008) ; molecular graphics: SHELXTL (Sheldrick, 2008) ; software used to prepare material for publication:
SHELXTL (Sheldrick, 2008) and PLATON (Spek, 2009 The molecular structure of the title compound, showing 50% probability displacement ellipsoids for non-H atoms.
Figure 2
The packing diagram of the title compound, viewed along the a axis. H atoms not involved in hydrogen bonds (dashed lines) have been omitted for clarity. (Cosier & Glazer, 1986) operating at 100.0 (1) K. Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2sigma(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
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Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq Cl1 0.69906 (7) 0.812228 ( 
